Characterization of morphological variation in the shells of extant Eastern Box Turtles, Terrapene carolina, provides a baseline for comparison to fossil populations. It also provides an example of the difficulties inherent to recognizing intraspecific diversity in the fossil record. The degree to which variation in fossils of T. carolina can be accommodated by extant variation in the species has been disagreed upon for over eighty years. Using morphometric analyses of the carapace, I address the relationship between modern and fossil T. carolina in terms of sexual dimorphism, geographic and subspecific variation, and allometric variation. Modern T. carolina display weak male-biased sexual size dimorphism. Sexual shape dimorphism cannot be reliably detected in the fossil record. Rather than a four-part subspecific division, patterns of geographic variation are more consistent with clinal variation between various regions in the species distribution. Allometric patterns are qualitatively similar to those documented in other emydid turtles and explain a significant amount of shape variation. When allometric patterns are accounted for, Holocene specimens are not significantly different from modern specimens. In contrast, several geologically older specimens have significantly different carapace shape with no modern analogue. Those large, fossilized specimens represent extinct variation occupying novel portions of morphospace. This study highlights the need for additional documentation of modern osteological variation that can be used to test hypotheses of intraspecific evolution in the fossil record.
Introduction
The recognition of extant, intraspecific diversity in the fossil record provides an important body of evidence with which to connect hypotheses of evolution developed from the modern biota to records of evolution on long time scales [1] . However, that connection can be difficult to document. For example, in many species various phylogeographic patterns hindcast dynamic intraspecific evolution in the Pleistocene [2] [3] [4] . Where a model hindcasts a species' presence or absence, the fossil record is already used as a source of evidence to evaluate that model [4] . In contrast, where a model hindcasts the presence of a particular phylogroup or a1111111111 a1111111111 a1111111111 a1111111111 a1111111111 subspecies, current limits on the ability to recognize those groups present a primary challenge to model evaluation [5] .
For a limited number of specimens, use of ancient DNA (aDNA) is one potential solution [6, 7] . Where applied, it provides evidence corroborating those hypotheses of dynamic turnover in haplotypes and genetic diversity since the last glacial maximum [8] [9] [10] . For most specimens, however, aDNA is not recoverable and recognition must be tied to morphology. In addition, aDNA cannot capture diversity due to ecophenotypic plasticity [11] .
The morphological identification of intraspecific diversity is frequently framed in terms of subspecies and often relies on soft-tissue morphology such as external coloration or tail length [12] [13] [14] [15] [16] [17] . Such information is not preserved in the isolated teeth and bones that make up the majority of the vertebrate fossil record. In that context, closely related species, much less subspecies, are often indistinguishable using current taxonomic diagnoses [18, 19] .
Quantitative approaches such as geometric morphometrics may allow for the recognition of intraspecific evolution in the isolated skeletal elements found in the fossil record. For example, measurements have been successfully applied to the fossil record of mammalian dental morphology. Those studies recovered patterns of variation that were proposed to reflect extant, intraspecific relationships preserved over thousands to hundreds of thousands of years [1, 5, 11, 20] . They highlight the potential for success of similar approaches in other, non-mammalian vertebrates [1] .
An ideal taxon in which to explore this possibility is the Eastern Box Turtle, Terrapene carolina. It is a terrestrial, North American turtle with markedly high levels of intraspecific variation and a rich fossil record [21, 22] . The turtle is, or was historically, common and widespread throughout the eastern United States as well as parts of eastern Mexico [23, 24] . [22, 24, 25 ]. An additional, extinct subspecies or species, T. putnami, is known from the Pleistocene of North America [26] [27] [28] . Five of those seven proposed subspecies have been recognized in the abundant fossil record of T. carolina [29, 30] . However, those identifications are not universally accepted and change from study to study [24, 31] . Disagreement about the degree to which the Pleistocene fossil record of T. carolina reflects the standing variation in modern T. carolina has been ongoing for over eighty years [21, 22, 24, [29] [30] [31] . Without a well-supported connection between the morphology preserved in fossil sites and the modern biota, it is impossible to test the competing hypotheses proposed to explain the evolution of modern genetic and morphological variation in T. carolina [22, 29, 32, 33] . Quantitative morphological discrimination of three of the extant subspecies was achieved using features of the whole organism [32] , but an insufficient number of those features could be applied to the isolated shell elements common to the fossil record of Terrapene [22, 29] .
It is currently partitioned into six different subspecies (T. c. bauri, T. c. carolina, T. c. major, T. c. mexicana, T. c. triunguis, and T. c. yucatana), and intergrades among them
In order to connect the spatial and temporal record of T. carolina, use of a single skeletal system as the unit of analysis is necessary. The carapace of T. carolina is well-suited to this requirement because it acts as a rigid, integrated element in terms of selection, ecological interaction, and taphonomy [34] [35] [36] . In particular, the carapacial bones of T. carolina usually fuse together in adults [25] , forming an element that is common enough in the Pleistocene fossil record that several sites contain multiple, complete carapaces [30, [37] [38] [39] .
Using the carapace, the purpose of this study is to address the controversial relationship between modern and fossil T. carolina through three major goals: (a) quantify the contribution of previously proposed sources of variation, allometric, geographic or subspecific, and sexually dimorphic, to standing variation in the carapaces of modern T. carolina, (b) determine which, if any sources of variation are sufficiently diagnostic that they could be identified in the fossil the Pleistocene fossil record of giant box turtles continues to be largely viewed as an extension of modern allometric variation within the species [32] .
Conflicting interpretations of modern variation
Allometric patterns of variation in modern T. carolina were previously documented in terms of overall shell dimensions [31, 45] . As box turtles grow, length increases faster than width, which increases faster than height. A similar pattern is observed in other emydid turtles [36] . However, relationships of particular features of proposed importance in T. carolina, such as the degree of flaring of different peripherals and the location of highest point of the carapace, have not been quantified and tested for a correlation with size.
Subspecific identifications in the fossil record were based on qualitative characterizations derived from studies of modern box turtles (Table 1 , [22, 29] ). Some quantification of shape formed the basis of those diagnoses, but the quantitative data themselves were unpublished [29, 31] . That situation makes it difficult for researchers to evaluate conflicts between published diagnoses and apply them to new fossils [31] . Further complicating previous interpretations of the fossil record, the validity, rank, geographic ranges, and carapace-based morphological diagnoses of the subspecies differ from author to author in recent studies of modern T. carolina (Table 1) [32, 33, 46] . The use of subspecies as units of analysis, as has been done in T. carolina, is not without controversy itself. Before variation can be studied in a subspecific context, the concept of a subspecies has to be clarified. That concept and its application is contentious, complex, and has a long history that is not yet finished [47] [48] [49] . The co-option of the term "subspecies" to indicate chronospecies, metataxa, or a segment of a lineage in time, makes the concept even more complex in paleontology [50, 51] . That history and controversy is reviewed elsewhere [49, 52, 53] . In short, subspecies are alternatively defined as local adaptations, evolutionary potential, partially independent lineages, or temporarily independent lineages [48, 49, [54] [55] [56] [57] [58] [59] [60] [61] [62] [63] [64] [65] [66] [67] . No single definition can serve as the intersection of those divergent concepts. All can be recognized by a pattern of metapopulations with heritable phenotypes that are particular to a discrete, local environment to the explicit exclusion of a gradated environment. However, multiple processes can produce particular, local phenotypes in a metapopulation. The conflation of those processes into a single term that recognizes a common pattern may contribute to the subspecies controversy [68] .
Given that subspecies can potentially exist in the face of gene flow to and from other metapopulations at high or low levels depending on the concept used, subspecies are not appropriate proxies or units of analyses for biological studies [69] [70] [71] . Not only are subspecies not necessarily genetically independent, they may be evolutionarily nested in one another or part of any number of other biologically complex scenarios [48, 58, 59, 72, 73] . Therefore, treating each subspecies as a discrete entity comparable to all other subspecies [74] [75] [76] may not be an accurate portrayal of biological reality. Patterns and levels of variation can be understood more accurately and precisely by studying the variation itself, rather than a priori binning variation into subspecific proxies [77] [78] [79] [80] .
Here, subspecific units are studied in order to compare results with previously published hypotheses, but the primary study of geographic variation is in a spatially explicit context that does not bin specimens a priori. If results of spatial analyses support the delimitation of discrete boundaries between significantly different carapace shapes across the landscape, then geographic groups can be used as units of analysis and potentially identified in the fossil record. If not, then it is not appropriate to apply a subspecies framework to the carapacial fossil record of T. carolina. Those subspecies may still exist, but their recognition in fossils will have to rely on a different morphological system.
Institutional 
Materials & methods

Samples
I measured modern (N = 435) and fossilized (N = 57) specimens of T. carolina from museum collections. The two proposed subspecies of T. carolina found in Mexico are considered distinct species by some and it may not be appropriate to include them in an analysis of T. carolina [81] . In practical terms, the number of specimens of T. c. mexicana and T. c. yucatana in accessible collections was too small to warrant the inclusion of those subspecies in this study. That absence and the disagreement over the relationships of the Mexican species or subspecies to the rest of T. carolina highlights the need for further collection and investigation of box turtles in Mexico. For those reasons, this study is limited to the diversity within T. carolina on the continental United States. Specimen numbers for each dataset are reported in the S1 and S2 Files.
Proxies for maturity. Even in species with indeterminate growth such as T. carolina, the degree to which growth explains variation in form changes between reproductively mature and immature subsets of a population [82, 83] . After reproductive maturity, growth slows and plays a smaller role in structuring morphological variation than it does prior to reproductive maturity [84] . In order not to conflate those two different growth-age relationships in my analyses of size and shape, I looked for a suite of reliable proxies for reproductive maturity that I could apply to both modern turtles and fossilized carapaces. Data from 215 modern specimens of T. carolina were studied in order to determine if different morphological proxies for maturity provided concordant signals. Those signals could be used as criteria for constructing downstream datasets.
Number of major growth rings (MGR), carapace length, and shell closure have all been proposed or used as proxies for maturity in turtles [85] . For each specimen possible, I counted the number of MGR on the third vertebral scute. Straight-line carapace length was measured using digital calipers [86, 87] . I measured shell closure by giving each specimen one of the following ossification scores: (1) open fontanelles within the carapace; (2) no open fontanelles within the carapace, all sutures visible; (3) carapace partially fused, some sutures no longer visible; (4) carapace completely fused, no visible sutures.
Relationships between the three proxies were tested in two ways. First, I calculated the strength (R 2 ) and significance (p) of a linear model in which the number of MGR was treated as the independent variable and log-transformed carapace length the dependent. Second, the relationship between carapace ossification or length and number of MGR was tested via two one-way ANOVAs, each using carapace ossification as the independent variable. Pairwise student's t-tests were used to analyze differences between MGR and carapace length between each ossification class. P values of multiple t-tests were adjusted using the false discovery rate correction [88] .
If the relationships between the three variables all changed at approximately the same values for each variable pair, then each variable was considered a faithful proxy for the same underlying phenomenon, sexual maturity. The values at which the relationship changed were taken as minimum criteria that a specimen had to have in order to be included in downstream datasets.
Modern morphometric datasets. Two morphometric datasets of modern specimens of T. carolina were constructed, a larger dataset intended to document patterns of geographic and allometric variation (N = 200), and a smaller dataset intended to document patterns of sexual dimorphism (N = 60). The datasets needed to be constructed and analyzed separately because sexual dimorphism could not be analyzed in the larger dataset. Fewer than 30% of the specimens chosen for studying geographic variation were identified to sex in museum collection records.
It was possible that secondary sexual characters could be used to identify the sex of an osteological or fossilized specimen in the absence of metadata. A concave indentation in the posterior section of the plastron is a secondary sexual characteristic of T. carolina, but it is not always a reliable indicator [40, 84, 89] . Before using the presence or absence of a plastral concavity to sex specimens in the larger dataset, it was necessary to evaluate the accuracy of that method using the smaller dataset.
For three of the subspecies for which adequate numbers of specimens with recorded sex data were available in museum catalogue records (T. c. bauri N = 18, T. c. carolina N = 20, T. c major N = 14), I collected data from an equal number of males and females each to construct the smaller, sexual dimorphism-oriented dataset (N = 52; Fig 1) . In addition to morphometric analyses, the dataset was used to evaluate the accuracy of using the presence or absence of a plastral cavity to sex a specimen in the absence of soft tissue. In order to make allowances for human observational error as opposed to biological variation in secondary sexual characteristics, I qualitatively identified the sex of the individual based on whether or not I could see a concave depression in the posterior part of the plastron in two separate, consecutive rounds. Plastron shape was only considered inaccurate if both rounds resulted in the same incorrect identification of a given specimen and post hoc comparison of the collections records could not be reconciled with observed plastron indentation or lack thereof. Because of significant error associated with using this method of sex identification and the small amount of size and shape variation explained by sexual dimorphism, sexes were pooled in the larger dataset (N = 200).
In the larger dataset (N = 200), each of the four subspecies recognized in the United States was represented by 50 specimens sampled from across its geographic range (Fig 1) . That sample size should be adequate for recovering potentially biologically significant differences between subspecies, if present, based on previous sensitivity analyses [90] . Both alcohol-preserved and skeletonized specimens were included in the dataset. Where available, latitude and longitude data were taken from specimen records. Where those coordinates were unavailable, specimens were georeferenced using the locality data in collections records. Specimens were chosen as representatives of T. c. carolina, T. c. bauri, T. c. major, and T. c. triunguis if they were identified to the subspecific level in museum records or if they were collected from localities that fell well within multiple published ranges of a given subspecies and outside of intergrade zones (Map 1 of [24] , Fig 1 of [32] ). Based on the studies of proxies for maturity, specimens were considered suitable for inclusion if their carapace had eight or more growth rings or if all carapacial fontanelles were closed by sutures.
In both datasets, I collected straight line carapace length measurements, counted MGR on the third pleural scute where applicable, evaluated carapace ossification where applicable, and photographed the carapace in dorsal, lateral, and posterior views.
Fossil sites and specimens. I collected data from 57 fossilized carapaces from across 10 Pleistocene sites and two Holocene sites (Fig 1) . Only localities containing multiple complete, undeformed carapaces were chosen for study in order to obtain an approximation of levels of variation within a given temporal and geographic limit. Lone fossilized shells cannot be identified to species because of high intraspecific variability even in apomorphic characters of T. carolina, but multiple specimens can be used to contextualize variation [91] . The Holocene sites were pooled together in analyses in order to meet this sample size criterion, though they are figured separately. Specimens studied here have apomorphies for T. carolina and lack apomorphies for the other three extant species of Terrapene [91, 92] . Based on the studies of proxies for maturity, specimens were considered suitable for inclusion if all carapacial fontanelles were closed by sutures. Photographs of dorsal, lateral, and posterior views of the carapace were taken for digitization and morphometric analysis. In addition, straight-line carapace lengths
were measured with a pair of digital calipers. Due to specimen damage, the following specimens could not be digitized in certain views: UF 5700 (Reddick 1B) could not be digitized in lateral and posterior view, USNM 11834 (Melbourne) could not be digitized in dorsal view, and TMM 933-3039 (Friesenhahn) could not be digitized in dorsal view.
The age of each site was determined based on a review of the published literature. Ages used in this study are differ in some cases from previously published ages (Fig 1, Table 2 ). More details are provided in the S3 File. 
Geometric morphometrics
In order to adequately analyze a three-dimensional turtle shell using two-dimensional geometric morphometrics, I digitized dorsal, lateral, and posterior views of the carapace (Fig 2,  Table 3 ). Only points that were visible on all complete, undeformed shells, regardless of scute presence/absence or scute morphological variation, were considered as potential landmarks. Because most adult individuals of T. carolina have fused shells obscuring sutures between bones [24, 92] , landmarks were placed at the intersections of scutes and on the sulci between them, not on bones and sutures. Semilandmarks were added in order to capture curvature of the carapace that could not be described by landmarks. They were defined as equally distant points between corresponding landmarks. Specimens were digitized using tpsDig2.16 [119] . I computed centroid size, or the square root of the sum of squared distances of landmarks from the centroid, then fitted semilandmarks and performed generalized Procrustes superposition to produce sets of aligned coordinates [120] using tpsRelw1.49 [121] . Minimization of Procrustes distance was used as the criterion for sliding semilandmarks. Data were reformatted in R using custom scripts reposited with other analytical code. The position of missing landmarks in symmetrical views of the shell were estimated using OSymm [122] . In order to avoid statistical problems of inflated degrees of freedom associated with analysis of symmetrical objects [123] , I used MorphoJ [124] to reflect symmetrical landmarks and used only the symmetrical component of one half of shells including midline landmarks for further analyses of symmetrical views. Although only one half of the shell is analyzed, this procedure uses information from both sides of the specimen and avoids the information loss associated with digitizing only half of a specimen [125] . Principal component (PC) scores were also calculated for each specimen in a principal components analysis (PCA) for each view [126] in R 3.3.3 [127] .
Error due to digitization and landmark placement was measured by photographing three arbitrarily chosen specimens three times in each view, then repeatedly placing landmarks five times on an additional arbitrarily chosen fossilized specimen. The identity of the four repeated specimens was used as a variable in a one-way Procrustes ANOVA, which was then used to calculate percent measurement error as well as the intraclass correlation coefficient as a measure of repeatability [128] [129] [130] . Measurement error was 8.7% in dorsal view, 3.1% in lateral view and 1.4% in posterior view. Total-dataset repeatability was 0.91, 0.96, and 0.98, respectively. Repeatability was also calculated for each PC derived from the PCA of the complete dataset in each view. In order to reduce dimensionality and limit the impact of measurement error, particularly in canonical variates analyses (CVA), only the repeatable first PCs (dorsal view = 1-5, lateral view = 1-9, posterior view = 1-13) were used in analyses based on PCs [128] . Repeatability values above 0.9 were considered acceptable for the purposes of this study.
Analyses
Analyses were conducted in R 3.3.3 [127] except where indicated. Graphs and visualizations were composed with the help of the ggplot2, ggmap, scales, maps, plotrix, RColorBrewer, and wesanderson packages [131] [132] [133] [134] [135] [136] [137] . P values of multiple tests were adjusted using the false discovery rate correction [88] . R scripts are available on GitHub, repository name 'box-turtle-variation' (https://github.com/nsvitek/box-turtle-variation Sexual dimorphism. Sexual dimorphism was analyzed in terms of both size and shape. Carapace length was used instead of centroid size to measure sexual size dimorphism for the purposes of comparison with previously published literature [138] . In other contexts where landmarks, or shape, were the subjects of an analysis, centroid size was used as a measure of size. Centroid size is generally considered a more appropriate metric of overall size in the context of geometric morphometrics because it is statistically independent of an object's shape as captured by the configuration of landmarks. However, its use in measuring sexual size dimorphism would unnecessarily limit the ability to compare results to previous findings [139, 140] . Centroid size and carapace length were log-transformed, except in the case of calculating sexual dimorphism indices (SDIs) where formulae are intended for untransformed measurements [86, 87, 138, 140] .
To measure sexual size dimorphism, first a student's T-test was used to test for differences in log-transformed carapace length between males and females. Then, sexual size dimorphism was quantified using the "compressed" formulae of Gibbons and Lovich [138] . Although the "uncompressed" formulae were used in a previous study of T. carolina [141] , the compressed formulae are more conducive to modelling and visualization because they are symmetric around zero [138] . Previously reported measures of male and female carapace length were converted to compressed SDI values. Confidence intervals around SDI measurements were calculated through bootstrap resampling [142] .
Sexual shape dimorphism was evaluated through both a Procrustes ANOVA of Procrustes superimposed coordinates using the geomorph package [143] . In those models, centroid size was included as a covariate to account for the sexual size dimorphism observed in earlier analyses and subspecies identity was included as a covariate to allow for the possibility of different patterns of dimorphism between the groups. In order to evaluate if the resulting patterns of statistically significant sexual shape dimorphism could be used to discriminate the two sexes, datasets of the repeatable PCs in each view were used in jackknife validated assignments tests conducted in CVAGen7b [144] . The assignments test first performs a canonical variates analysis of shape and assigns all specimens to a group based on Mahalanobis distances. Validity of the groups is determined by jackknife assignments in which each specimen is left out of a canonical variates analysis (CVA), then assigned to a group using the CVA axes resulting from the remaining specimens [144] . If the effect of sexual shape dimorphism was small enough that sex could not be accurately assigned by carapace shape alone, then sexes were pooled in downstream analyses.
Subspecies. Differences due to subspecific affinity were also measured in terms of both size and shape. The subspecies are characterized in published literature by different mean carapace lengths (Table 1) [22, 24, 29] . In order to place results into the context of previous research, mean carapace length was compared for each recognized subspecies using ANOVA. Centroid size was also used to compare subspecies in each view using ANOVA.
The degree to which subspecific identity structured variation in carapace shape was explored in four ways. First, the Procrustes superimposed coordinates were subjected to PCA. The first two PCs were plotted to visually inspect to what degree the subspecies occupied distinct regions of morphospace along those primary axes of variation. Second, similar to analyses of sexual dimorphism, datasets of the repeatable PCs in each view were used in jackknife validated assignments tests to test whether or not subspecies could be reliably discriminated based on carapace shape alone. Third, in order to see if groups could be detected within the sample without a priori specifying their existence, model-based k-means clustering was applied to the dataset [54, 145, 146] . The approach uses maximum likelihood to fit clustering models to the data, then the Bayesian Information Criterion (BIC) to select the best model including k, the number of clusters. The number of potential clusters was searched from k = 1 to k = 4 in order to allow for the possibility of recognizing all four extant subspecies in the sample.
Fourth, the significance of subspecific identity in explaining shape variation was evaluated through a Procrustes ANOVA of Procrustes superimposed coordinates in each view. Centroid size was included as a covariate to account for documented differences in mean size of different subspecies. In addition, it was necessary to account for the possibility of spatial autocorrelation or clinal variation. Subspecies should be distinct groups, not end members of a broad cline, but the two patterns can be conflated if spatial variation isn't taken into account [147] . Calculation of Moran's I for components of both size and shape using the spdep package [148] returned significant positive values (data not shown), supporting the hypothesis that significant spatial autocorrelation existed in the dataset. In order account for this spatial autocorrelation, spatial eigenvector mapping (SEVM) was used. SEVM summarizes the major patterns of spatial variation between specimen localities in a limited number of uncorrelated variables [149, 150] . A spatial distance matrix between localities was constructed using the geosphere package, then spatial eigenvectors (SEs) were calculated using the vegan package based on singular value decomposition of that distance matrix [151, 152] . In order to limit model complexity, only the two SEs that explained the greatest amount of shape variation were retained for downstream analyses. SEs were chosen using a forward-selection procedure performed with the repeatable PCs of shape variation using the packfor package [153, 154] . To avoid overfitting, selected SEs were included as covariates one at a time in the Procrustes ANOVA. Only models including SEs that played a significant role in explaining subspecific variation are reported.
Fossils. Fossilized specimens were analyzed first by plotting the distribution of carapace lengths to examine whether any site contained a nonoverlapping, bimodal distribution of sizes that would indicate the presence of multiple, sympatric morphs as was proposed for sites like Vero and Melbourne [29] . If bimodality was present at a site, I tested the possibility that sexual size dimorphism could explain the size variation. Given the strong size bimodality of the sites in question, the alternative hypothesis was that the size differences were too great to be explained by sexual size dimorphism. The two groups at a given site would be modelled as males and females and used to calculate an SDI for the site assuming the direction of dimorphism present in the modern species. If that calculated SDI fell outside the 95% confidence interval estimated for SDI of modern T. carolina, the hypothesis of the two size classes representing two sexes of a single morph was rejected. The two morphs were subsequently analyzed separately.
Two competing, previously published hypotheses of size needed to be addressed before other hypotheses of shape variation could be studied. The first is that large specimens in the fossil record represent an extension of the allometric trajectory present in modern specimens [30] . The second is that large specimens represent a distinct evolutionary unit, whether a species, subspecies, or metataxon, from the modern turtles and that their shape is not simply a reflection of more growth along the same allometric trajectory [27, 44] . The hypotheses were addressed using a comparison of slopes. The modern subspecies (N = 200) dataset and the fossil dataset were each pooled and their relationship with centroid size compared using Procrustes ANOVA. Nonsignificant results of previous tests for interactions between centroid size and subspecies and sex, respectively, supported the use of a single allometric model in the modern sample. If the first hypothesis is correct, then the two groups should not have significantly different allometric slopes. In that case, modern and fossilized specimens can be analyzed together with a single model accounting for size. If the second hypothesis is correct, the two groups should have significantly different allometric slopes because "size" in the fossil record contains information about both growth and evolution. In that case, the fossil sample was corrected for allometric growth, but size was not otherwise included as a factor in model comparison. To make this correction, the allometric model for the modern dataset was treated as a model for growth. Given that the modern allometric model accounts for size within the species as well as between its subspecies, it is reasonable to use it as a model for shape differences due to growth as opposed to shape differences due to genetic or evolutionary backgrounds. Both modern and fossil samples were regressed against the modern allometric model. Residual shapes were used as allometrically corrected samples in downstream analyses.
Next, primary patterns of variation were explored using PCA. The presence of discrete groups in the fossil record was tested for using model-based k-means clustering using the same parameters as the modern subspecies (N = 200) dataset.
Procrustes ANOVA and disparity were both used to address a fundamental question underlying the interpretation of the fossil record of T. carolina: can the record as published to date be adequately explained as a reflection of extant variation within the species, or is some of the morphological variation in the fossil record no longer reflected in the modern biota [22, 30, 32] ? First, the shape of each site or morph within a site in the fossil record was compared to the modern sample in a pairwise comparison using Procrustes ANOVA. Next, disparity, a measure of how much morphospace is occupied by a sample, was quantified as the Euclidean distance from all specimens in a sample to the sample's mean location in principal component space [155, 156] . Distances were limited to the repeatable PCs [139] . Use of all PCs did not qualitatively change results.
A simple comparison of the amount of morphospace occupied by the two samples would not answer the question. The fossil sample could occupy an amount of morphospace equal to the modern sample either because (a) the two samples occupy the same morphospace or (b) because the fossil sample occupies an equally large, but only partially overlapping area of morphospace. Instead, the question was statistically framed as whether or not the fossil sample added significant amounts of morphospace when combined with the modern sample. If so, then the fossil record contained novel morphology either not sampled or extirpated from the modern biota.
Before evaluating the contribution of fossilized specimens to overall disparity, I used bootstrapping to test whether a change sample size could account for potential changes in disparity estimates [142] . The larger dataset of modern T. carolina was resampled with replacement 1000 times for sample sizes ranging from N = 10 to N = 200, increasing sequentially by 10. For each of those 1000 pseudoreplicates, I calculated total disparity. If mean disparity stabilized at a sample size less than N = 200, then any increase in disparity that might occur after adding fossils to the dataset was unlikely to be due to increase in sample size alone. After determining at what point estimates of estimates of disparity were insensitive to sample size, I added fossilized specimens to the full, N = 200 dataset one site or morph at a time, then recalculated disparity. Finally, all 57 fossilized specimens were added to the N = 200 dataset of modern specimens and disparity recalculated. A one-tailed 95% confidence interval was calculated from the distribution of modern specimens at each sample size.
Results
Proxies for maturity
Carapace length and number of MGR were strongly correlated in specimens with 0-8 growth rings (p < 0.00001, R 2 = 0.853; Fig 3) . ). Pairwise significant differences were found only between open fontanelles and other ossification stages (p < 0.0001). No significant difference in carapace length or number of growth rings was found between carapaces with closed fontanelles, partially fused carapaces, or fully fused carapaces. Based on the convergence of carapace closure and the loss of a relationship between shell size and number of growth rings, shell closure was considered an additional proxy for attainment of sexual maturity in addition to the presence of eight or more MGR.
Sexual dimorphism
Seven of the fifty-two sexed specimens (13.5%) had plastron shapes inconsistent with their sex. Either males had flat plastra (5/7) or females had visible indentations in their plastra (2/7). Sexual size dimorphism was significant, with males slightly longer than females (p = 0.005) and a resulting SDI of -0.086 (Fig 4) . After taking size and subspecies into account, sex had a significant effect on shape in all three views, accounting for 4-9% of variation (Table 4 ). There was no significant interaction between sex and subspecies identity or centroid size. Females have slightly taller shells and peripherals that do not project as far laterally as males but the two sexes have a similar anterior shell shape (Fig 5) . Jackknife assignments tests that identified the sex of a specimen based on carapace shape had moderate levels of accuracy (dorsal view: 71.1% correct assignments, lateral and posterior views: 63.5% correct assignments; Table 5 ). Given the high amounts of error in assignment tests of sex and the low explanatory power of sex on shape, the two sexes were considered indistinguishable based on carapace shape alone. They were pooled in further analyses. 
Modern geographic variation
In terms of carapace length, ANOVA resulted in a significant difference in size between the four subspecies ( Table 6 ). The subspecies with the longest carapace was T. c. major, followed by T. (Fig 6) show that the range of sizes of T. c. bauri, T. c. carolina, and T. c. triunguis broadly overlap. Analyses of size performed using centroid size as a metric in three views of the carapace produced similar results (Table 6 ). Modern variation and extinct morphology in Pleistocene Eastern Box Turtles In all three views, subspecies shape broadly overlapped in the first two PCs of morphospace (Fig 7) . Jackknife validation of assignment tests resulted in low classification accuracy (57-59%, Table 7 ). The best clustering model recovered by k-means clustering contained only one group (BIC = 5380.3, 10504.4) in dorsal and lateral views. The best model including more than one cluster had lower BIC scores (ΔBIC = 21.5, 36.3, k = 2). In posterior view, a k = 2 model had a better BIC score than the best k = 1 model (BIC = 18335.9, ΔBIC = 45.4), but the second of the two clusters in the k = 2 model consisted of only a single specimen. That model was rejected as uninformative and the next best model, k = 1, was preferred.
Allometric variation was significant in all three views, explaining 3-8% of total shape variation. At smaller sizes, the allometric model predicted a relatively anteroposteriorly shorter, dorsoventrally taller, and mediolaterally wider shell. The model also predicted carapaces with less externally curved, or concave, peripherals, a feature referred to as "flaring" [29] (Fig 8) . The allometric model predicted the presence of a midline dorsal keel at small sizes and the loss of a midline dorsal keel at the largest sizes. The two most important SEs together explained 7-10% of shape variation in each view (Table 8 ). Forward selection of spatial eigenvectors to explain variation in shape chose SE2 and SE3 in dorsal view and SE1 and SE2 in lateral and posterior views. Procrustes ANOVA that did not include a spatial covariate recovered variably significant differences between some subspecies pairs ( Table 9) . Adding a single SE as a covariate (dorsal = SE3, lateral and posterior = SE2) rendered any pairwise differences between subspecies nonsignificant (Table 9) . SE1 demarcated two sampling clusters, one in peninsular Florida and one in the Florida panhandle [22] . The rest of the species range of T. carolina had SE1 values near zero. SE2 described a spatial gradient between a region around southwestern Arkansas and a region in north-central Florida (Fig 9) . Differences between the two end-member shapes predicted by SE2 were concentrated in the degree of peripheral flaring and relative carapace width. SE3 described a gradient between three regions. At one extreme was the same region around southwestern Arkansas described by SE2. The other extreme of the gradient was located both around the mouth of the Mississippi River and in the northeastern United States in a region centered on New Jersey (Fig 9) . The two end member carapace shapes predicted by SE3 differed in the degree to which the peripherals angle outward or are not confluent with the costals, a feature also referred to as "flaring" [22] . The two shapes also differed in shell height and the degree to which the posterior profile of the shell is either gently sloping or is "boxier" with a more squared off or sharply sloping profile (Fig 9) . Shape differences predicted by SE3 follow a similar pattern to shape changes associated with allometry (Fig 8) .
Variation in the fossil record
Fossils with closed carapaces occupied a wider range of carapace lengths than the comparable sample of modern specimens (Fig 10, modern carapace length 94.7-191.5 mm, fossil carapace length 112.9-270.2 mm). In two cases, the Vero-Melbourne site pair and the Camelot site, carapace length distribution was highly bimodal. The distributions centered on the two means Modern variation and extinct morphology in Pleistocene Eastern Box Turtles did not overlap (Fig 10) . When the bimodality was modelled as sexual size dimorphism, index values were -0.960 and -0.818, respectively (Fig 4) . Those SDIs were outside the resampled confidence intervals of SDIs of modern specimens (Fig 4) , and therefore sexual dimorphism could not account for the bimodality of sizes at the site. Given the shell closure in all specimens and lack of intermediate-sized individuals, the bimodality could also not be explained by variation between juveniles and adults. Large and small morphs at those sites were treated separately in further analyses.
Comparisons of slopes resulted in significant differences between size-shape relationships in the modern and fossilized samples in two of three views (dorsal: p = 0.022, lateral p = 0.037, posterior p = 0.139). Subsequently, the component of shape variation predicted by the growth trajectory of the modern sample was removed from all specimens and those allometrically corrected shapes were used in downstream analyses. The fossil sample overlapped with a subset of the modern sample in the first two PCs (Fig 11) . K-means cluster analyses resulted in k = 1 group models outperforming multi-group models for each view (in dorsal, lateral, and posterior view, respectively: BIC = 5380.3, 3100.2, 5469.3, ΔBIC = 21.5, 17.8, 2.5). When allometrically corrected shapes of specimens from each fossil site or morph within site were compared to allometrically corrected modern specimens using pairwise Procrustes ANOVA, only Holocene specimens were not significantly different from modern specimens in at least one view (Table 10) . Specimens from Friesenhahn Cave, Haile 8A, and Reddick 1B were consistently significantly different from modern specimens. Those three sites also significantly differed from specimens from Melbourne in lateral view. No other pairwise differences between fossil sites were significant.
Total shape disparity of extant specimens was stable regardless of sample size (Fig 12) , although the confidence interval became narrower with increasing sample size. No individual fossil site increased total disparity beyond the 95% confidence interval when added to the sample, but all fossils added together did so in posterior view and potentially in lateral view. Some sites, notably Friesenhahn Cave and Haile 8A, consistently increased total disparity when added to the dataset though not enough to be statistically significant.
Haile 8A was chosen as a representative of the novel morphology in the fossil record because it consistently occupied novel portions of the first and second PCs in comparison modern specimens (Fig 11) . It was also significantly different from modern specimens in all three views (Table 10 ) and it consistently increased the amount of morphospace occupied when added to the dataset of modern specimens (Fig 12) . In comparison to mean modern specimen shape, specimens from Haile 8A are anteroposteriorly shorter, dorsoventrally taller, and mediolaterally wider with peripherals that are slightly concave but are confluent with the downward curve of the costals. The relative increase in the height of the shell is greater than the relative increase in width. That difference makes the shell appear narrower than the mean modern specimen in posterior view. 
Discussion
Shell closure a proxy for reproductive maturity
Studies of modern and fossilized T. carolina use different approaches to separating reproductively immature and mature individuals, or juveniles and adults [157] . That use of divergent methods impedes comparison of results between different studies. In the fossil record, evidence for the juvenile nature of a specimen is unstated or based on the degree of fusion of the shell [29, 30, 158] . In other contexts, closure of carapace fontanelles has been suggested as another proxy of sexual maturity in turtles, but has not been widely applied, at least explicitly, to fossils [85] . In modern populations carapace length is one commonly used proxy for reproductive maturity [85, [159] [160] [161] . It is complemented by counts of growth rings, which act as a proxy of age and another correlate of sexual maturity [85, 162] .
All three proxies have potential problems in their use across different records. Length at sexual maturity varies from population to population [82, [159] [160] [161] , making it impossible to use a single value to accurately identify reproductively mature individuals across multiple populations through both space and time. Accuracy of growth ring counts as proxies for age declines after turtles reach reproductive maturity and growth rings are rarely preserved in the fossil record [162, 163] . The evidence for use of skeletal changes as a proxy is sparse [85] . With further tests of its utility, skeletal changes provide a promising proxy to use across a range of spatial and temporal samples.
In studies of the modern biota, previous divisions between reproductively immature and mature individuals were set between 97 and 120 mm carapace lengths [82, [159] [160] [161] 164] , which corresponded to 5-8 MGR [84, 160, 161] . Previous researchers also reported that after Each row within a site presents values for dorsal, lateral, and posterior view in that order. P-values adjusted using the false discovery rate correction. P-values < 0.05 indicated in bold.
https://doi.org/10.1371/journal.pone.0193437.t010
the attainment of 9-15 MGR, soon after the attainment of reproductive maturity, the relationship between number of MGR and size become less tightly correlated [84, 161, 163] . The range of observations is consistent between specimens from Florida, Missouri, Maryland, North Carolina, and New York, corresponding to the recognized subspecies T. c. bauri, T. c. triunguis, and T. c. carolina [84, [159] [160] [161] 163, 164] . Results presented here are also consistent with those reports. In the species-wide sample used in this study, the attainment of 8 MGR and a carapace length of at least 100 cm on average marks a change in relationship between these two proxies in this study. After this division any potential relationship between MGR and carapace length loses statistical significance. That change is also marked by closure of carapacial fontanelles. I do not find strong support for the use of fusion, as opposed to fontanelle closure, as a reliable proxy for number of MGR, shell length, or by extension, age or attainment of sexual maturity. The concordant changes in relationships between all three proxies when the carapace closes supports the hypothesis that this skeletal trait should be added as a proxy for maturity in T. carolina across spatiotemporal settings. Carapacial closure is a particularly attractive feature because it can be measured in both fossilized and modern osteological specimens. One limitation of the results presented here is the comparison of morphological features across individuals without direct knowledge of the age or reproductive status of the individuals. Previous research about the utility of MGR and size are used as a baseline against which to test the correspondence of shell closure to those patterns. Ideally, future research would track changes in shell closure with multiple measures of individuals over time.
Sexual dimorphism weak in T. carolina
In the modern biota, male and female T. carolina are differentiated by iris and head coloration, tail and hind claw dimensions, size, and plastron indentation [24, 40, 84, 163] . Only one of these features, plastron indentation, is practically applicable to the fossil record. Plastron indentation is commonly used to determine the sex of modern individuals (e.g., [141, 165] ). Both regional and intra-population variation is present in the reliability of this feature, but the relative number of individuals with problematic plastron morphology given their sex is reported to be small [40, 84, 163] .
Consistent with previous results, some error occurred when plastron indentation was used as the sole indicator of an individual's sex. The error rate was relatively low (13.5%) for individuals in the southern and eastern portion of the species' range (T. c. carolina, T. c. bauri, T. c. major). However, that rate may be artificially low and may not be an accurate indicator of reliability across the entire geographic range of the species. First, accuracy was judged based on museum catalog records instead of direct observation of reproductive organs. It is possible that catalogue errors could have spuriously contributed to the error rate. Such circularity is more likely to make observations of sex-inconsistent plastral morphology less frequent. Second, males from the northwestern part of the species' range (T. c. triunguis) are reported to have little or no plastral indentation [22] . Terrapene carolina triunguis was the only subspecies with not enough specimens identified to sex to include in the study of sexual dimorphism. Given the error present in the three measured subspecies and reports of more instances of sexinconsistent plastron morphology in T. c. triunguis, the use of plastron morphology to sex individuals in the absence of other secondary sexual characteristics, such as is the case in the fossil record, should be used with caution.
In this study, modern T. carolina displayed generally weak male-biased sexual size dimorphism, consistent with most previous results [45, 141, 160, 161, [166] [167] [168] [169] [170] [171] . The recalculated SDI of -0.13 from a previous study [141] is within the confidence interval of results presented here (Fig 4) . Reported mean carapace lengths from a study in which females were larger than males correspond to an SDI of 0.11 [172] , a figure also within the confidence interval modelled in this study (Fig 4) . Growth rates and age at maturity are subject to ecophenotypic plasticity [170] , which may increase the variation in observed SDI in different populations.
In some previous reports of sexual shape dimorphism, males have significantly dorsoventrally lower, mediolaterally narrower carapaces with more strongly flared peripherals at a given size [45, 160, 161, 168] . In other studies, no significant shape differences between the sexes was reported [32, 169, 171] . Across populations, sexual dimorphism is statistically significant in this study. Males had, on average, slightly dorsoventrally lower carapaces with slightly more laterally extending, or flared, peripherals (Fig 5) . Peripherals aside, the average male carapace was not narrower than the average female carapace (Fig 5A) . Furthermore, the range of variation around these mean shapes were wide, resulting in low assignment accuracy. In that context, the difference between males and females is not distinct enough to allow for unambiguous identification to sex in the fossil record of T. carolina based on carapace shape alone.
Subspecies carapaces are not diagnostic
Although a statistically significant amount of shape variation was explained by the presence of currently recognized modern subspecies in an aspatial framework for both the sexual dimorphism (N = 60) and subspecies dataset (N = 200), additional evidence supports the hypothesis that the subspecies system is not the best way to study geographical variation in carapace shape of T. carolina. First, incorporation of spatial autocorrelation into the Procrustes ANOVA that initially supported significant differences between subspecies rendered those differences insignificant (Table 9) . Second, additional analyses do not corroborate the hypothesis that there are diagnosable differences between the shapes of carapaces of the four subspecies. Subspecies broadly overlapped in the first two principal components in all views. Model-based clustering analyses recovered a single best group containing all specimens. Classification accuracy of subspecies identification based on canonical variates was poor [173] . Only a little over half of the assignments of specimens to subspecies were correct (Table 5) .
These results are not an evaluation of the existence of the subspecies of T. carolina. Their recognition in the modern biota is supported by other lines of evidence, primarily genetic data soft-tissue data [32, 33] , which are beyond the scope of this study. Instead, the evidence in this study does not support the recognition of the four subspecies in the fossil record based on carapace morphology, contrary to previous evaluations [22, 29] .
Instead of distinct subspecies, primary patterns of spatial variation in carapace shape are more consistent with spatially autocorrelated, clinal variation (Fig 9) [13, 52, 174, 175] . General explanations for spatial autocorrelation are underlying patterns in neutral gene flow or local environmental conditions, both of which are geographically mediated [150] . In theory an SE could describe subspecies ranges, but in this study the two SEs that best account for subspecific variation in carapace shape do not describe the patterns of genetic variation that delimit subspecies [32, 33] . Instead, the two principal clines describe differences between the northwestern extreme of the species range, which partially corresponds to T. c. triunguis, and combinations of parts of the Gulf Coast ranges of T. c. major and T. c. bauri (SE2, SE3) and the northeastern extreme of the species range, which partially corresponds to T. c. carolina (Fig 9) [32] . Furthermore, the turtles of the Gulf Coast at one extreme of each SE, putatively T. c. major, form an admixture of both genotypes and phenotypes from the other three subspecies as opposed to a diagnosable, well-supported subspecies [32, 33] . It may be that local environmental conditions may better describe the geographic variation observed here, but those analyses are beyond the scope of this study.
The patterns of shape variation predicted by the geographic variation contained in SEs 2 and 3 are consistent with some previously published subspecies diagnoses but conflict with others [22, 29, 32] . Given that the different published diagnoses conflict with each other in some regards, it would be impossible to conform to all diagnoses ( Table 1 ). The relatively mediolaterally narrower, dorsoventrally taller carapace associated with high values of SE2 (Fig  9) is consistent with results of significantly greater carapace depth previously ascribed to T. c. bauri (Table 1 ) [32] . The carapace of T. c. triunguis is also described as narrow, but both SEs predict the opposite pattern. The proposed elongate carapace with flared peripherals of T. c. major is also described by more negative values of SE3, but those same character could also be described by patterns of allometry [32] .
Size plays a significant role in explaining shape variation. It continues to explain a significant component of shape variation even when accounting for spatial autocorrelation (Table 8 ).
In particular, the allometric model recovered here is consistent with the previously proposed hypothesis that the putative subspecies T. c. major describes large turtles rather than genetically discrete turtles [32] . Allometric patterns can account for the elongate, flattened carapace with flared peripherals proposed for T. c. major (Table 1, Fig 8) . Other researchers of allometry in emydid turtles found results similar to those reported above. Size explained much of the variation in each of three species of aquatic turtles [36] . It was also noted that species tended to become boxier with increasing age and that larger individuals were more elongate than smaller ones [36] , as is documented here. The 'filling in' of an imaginary box around the shell can be seen most clearly in the visualization of the posterior view of T. carolina (Fig 8) . The strength of the pattern and its similarity with allometric patterns in other emydid turtles support the hypothesis that allometric variation is a fundamental component of variation in T. carolina and can be applied to its fossil record.
Novel morphology in the fossil record
Some of the results of this study are consistent with the interpretation of fossilized T. carolina as reflective of modern, standing diversity [24, 30] . The Holocene specimens from peninsular Florida are not significantly different from modern specimens. Those results might be expected given their young geologic age. Other relatively geologically young specimens from Devil's Den, Vero, and Melbourne are significantly different from modern specimen in one view but not the other two. Although most specimens from Melbourne are larger than any modern specimen included in this study, when carapace shape was corrected for allometric growth the fossils entirely overlap with modern specimens in the first two PCs (Fig 11) . Specimens from Melbourne were notably similar to shapes predicted by patterns of allometric growth in modern specimens in terms of a dorsoventrally low, anteroposteriorly elongated shell with strongly concave, curved peripherals (compare Fig 8 to [42] ).
Other morphology in the fossil record was not predicted by patterns of modern variation. The referral of large fossilized specimens to T. c. major [30] implies that the shape of those individuals should be predictable from an allometric growth trajectory shared with modern T. carolina. Those fossils that are larger than modern specimens should match a simple extension of that shared trajectory. The allometric slope predicted by large fossilized turtles is significantly different from the allometric growth trajectory of modern turtles. Therefore, large size in the fossil record is not solely the product of more growth. Growth can potentially account for shape differences in some large fossils, such as those at Melbourne, but not for most others. This difference is illustrated by fossilized specimens from Haile 8A (Fig 13) . The fossils are dorsoventrally taller and anteroposteriorly shorter than modern specimens. They also have prominent mid-dorsal keels and peripherals that meet one definition of flaring (concave and curled) but not another (angled away from the costals). Specimens from Haile 8A, Reddick 1B, and Friesenhahn Cave are larger on average than modern T. carolina (Fig 10) , but when size is removed as a component of shape through both Procrustes superposition and allometric modelling, the remaining shapes are still different (Table 10, Fig 11) . In addition, several of these specimens are within the size range observed in the modern biota. Therefore, the differences are unlikely to be due to extrapolation error.
The shape of those large specimens is not also described by either of the illustrated SEs (Fig  9) . It is possible that the shape can be accounted for by some unexamined variable within modern diversity but this explanation is unlikely. In PCAs specimens from the three sites occupy regions of the first two PCs not occupied by modern turtles. Results of disparity comparisons also support the hypothesis that fossilized T. carolina occupy regions of morphospace not occupied by modern samples from across the range of T. carolina in the United States.
Some of the specimens significantly different from modern specimens may correspond to the extinct species T. putnami. The holotype of T. putnami is a nondiagnostic fragment of a left hypoplastron, and the carapace of the neotype was not available for analysis at the time of this study [27] . However, the neotype comes from the Haile 8A locality from which several other carapaces were analyzed [44] . Future analyses of the apomorphies of T. putnami and their application to the specimens assigned to the third morph in this study would help support or refute the interpretation that this morphology represents a distinct species, T. putnami. Rigorous documentation of morphological variation within T. c. mexicana and T. c. yucatana may provide additional insight. Revised average shell profiles of T. yucatana in particular bear some resemblance to specimens from Haile 8A in terms of the boxy, sharply sloping carapace profile, reduced flaring of the peripherals, and notable midline dorsal keel (Fig 49.1 of [81] ).
Much about the fossil record of T. carolina remains unexplained. The novel morphology in the fossil record is not strictly associated with size or age. Specimens from Camelot, the geologically oldest site in the study, are not the most different from modern specimens if they are significantly different at all (Figs 11 and 12 , Table 10 ). The best clustering model, k = 1, does not support the hypotheses that any part of the fossil record forms a species that is always discretely different from T. carolina. Some specimens included in this study were previously described as hybrids of T. carolina and T. putnami [22] . More work will be necessary to determine if hybridization or anagenetic evolution explain the presence of distinct morphology but the lack of discrete groups in the fossil record of T. carolina.
The most puzzling aspect of that record yet to be explained is the presence of large and small morphs of T. carolina discovered together at the same site. The members of each morph occupy non-overlapping carapace length ranges and those ranges are separated by at least 60 mm with no specimens of intermediate size (Fig 10) . The presence of two sympatric species was previously hypothesized to explain this phenomenon at the Melbourne-Vero site pair, though the explanation was not universally accepted [21, 29] . The results presented here eliminate alternative possibilities that sexual dimorphism or differences between juveniles and adults could explain the pattern. They also extend that pattern of sympatric morphs both spatially and temporally. The Irvingtonian Camelot site in South Carolina contains two morphs that cannot be attributed to allometric or sexually dimorphic variation. However, the large and small morphs at either site are not significantly different from each other in shape when the growth correction is applied. It is possible that the lack of significant shape difference could be a methodological artefact of comparing two groups with small sample sizes, but additional fossils are necessary to test that hypothesis. Regardless of cause, the presence of sympatric morphs is a novel pattern in the fossil record not seen in the modern species.
Conclusion
This study contributes to the body of literature that assesses identification practices within a chelonian species [85, 138, 162] . Aspects of shell morphology have long been used as proxies for sex and presence or absence of reproductive maturity [29, 163] , but the features that are most applicable to the fossil record are those that have been least vetted [84, 85] . In assessing all three previously proposed shell-based proxies for maturity, this study evaluates the means by which the modern biota and fossil record can be analyzed in a common framework. The assessment of the utility of shell-based proxies for sex provides additional quantitative evaluation of proxies often applied uncritically to the fossil record [29, 30, 158] .
After evaluating the utility of those identification practices, the study builds on the common framework of carapace morphology to interpret the fossil record in light of documented, quantified patterns of variation in the modern biota. Of the five morphs previously proposed to make up the Pleistocene fossil record of T. carolina, two at best can be recognized in this study. Future work is necessary to evaluate the correct taxonomic names, evolutionary relationships, and possible intermediates of diagnosable entities in the fossil record.
Notably, the fossil record could only be interpreted after additional analyses of standing variation in the modern biota. The inability to recognize extant, intraspecific entities in the osteology of T. carolina stands in contrast to the identification of intraspecific units in the fossil record of marmots and shrews [1, 20] . It is possible that intraspecific entities could be recognized in additional vertebrate taxa, but those possibilities can only be explored if variation is documented in the appropriate morphological system for each taxon [1, 20, 176] . That work is an important step in creating comparable datasets that can be used to test hypotheses of longterm evolution derived from the relatively short-term records contained within the modern biota. 
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